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SUPPLEMENTAL EXPERIMENTAL PROCEDURES
As there is no "off-the-shelf" model of palmitoyloleyolphosphatidylcholine (POPC) that is compatible with the AMBER force field, we developed our own based on the GAFF, as described in Methods. It is commonly a problem that in computational models of membranes the area per lipid is observed to be too low, unless a fairly significant surface tension is applied. This was indeed observed to be the case in a previously published model of POPC developed using the GAFF (Jójárt and Martinek, 2007) . We checked the area per lipid in our simulations by computing the radial distribution function (RDF) of the phosphorus atoms, and integrating the RDF to calculate the number of phosphates, on average, within a given radius of a central phosphate. Using this method, we compute an area per lipid of 66.6 Å 2 , a few percent smaller than the accepted experimental value of 68.3 ± 1.5 Å 2 (Kučerka et al., 2006) , but clearly well within the fluid phase. This was achieved under conditions of zero surface tension, but the measurements were made in an inhomogeneous system containing protein.
